ABSTRACT We report here the draft genome sequence of a strain of Tenacibaculum discolor (Bacteroidetes) that was isolated from the river-ocean interface at Trunk River in Falmouth, Massachusetts. The isolation and genomic sequencing were performed during the 2016 and 2018 Microbial Diversity summer programs at the Marine Biological Laboratory in Woods Hole, Massachusetts.
T enacibaculum discolor strain IMLK18 was isolated from a seawater sample collected from the river-ocean interface between the Trunk River outlet and Vineyard Sound (Atlantic Ocean) in Falmouth, Massachusetts, in July 2016. A dilution of the seawater sample was cultured on sea water complete (SWC) agar at 25°C for 1 week. One colony exhibited iridescence in hues of green and orange; this was streaked for purity via three successive clonal picks. Surface translocation by gliding motility was observed. Strain IMLK18 is composed of rods of 1 m in length. The 16S rRNA gene sequence of strain IMLK18 was analyzed after colony PCR amplification and Sanger DNA sequencing; it was 94% similar to that of T. discolor strain LL04 11.1.1. The LL04 11.1.1 strain of T. discolor was obtained from the kidney of a specimen of sole (Solea senegalensis, from Galicia, Spain) that displayed characteristics of marine fish disease flexibacteriosis, e.g., rotten mouth and fin and skin lesions (1).
The original isolate was stored at Ϫ80°C in SWC and 15% glycerol, and from this, a culture was grown on SWC agar and used to grow an overnight culture at 30°C in SWC broth. Genomic DNA was extracted from the pelleted cells from the liquid culture using the Maxwell RSC PureFood genetically modified organism (GMO) and authentication kit (Promega) and quantified using the double-stranded DNA (dsDNA) QuantiFluor ONE kit (Promega) using the Quantas system (Promega). Libraries were generated using the Nextera DNA flex library kit. Genome sequencing was conducted using the Illumina HiSeq 2500 platform (2 ϫ 250-nucleotide [nt] paired-end reads). FastQC was utilized to assess the quality of the sequence reads. Genome assembly of 2,948,886 paired reads was performed using SPAdes 3.12.0 (2). The genome consists of 109 contigs yielding a total length of 3,388,982 bp, an N 50 contig size of 431,359 bp, and coverage of 441ϫ. The average GϩC content was 31.60%. The average nucleotide identity (ANI) (3) value of 98.23% to the genome of T. discolor strain DSM 18842 is above the criterion (95%) for assignment to the same species, which indicates that strain IMLK18 is a new strain of T. discolor. Genome annotation was completed using Prodigal 2.6.1 (4) and resulted in 3,285 coding sequences (5). Gene annotation reveals the presence of genes involved in gliding motility and the type IX secretion system, including gldA and sprF that were
